. Sequences for Q-PCR and ChIP primers. Table S2 . List of 458 genes for which ERa binding could be detected within 20 kb of gene promoters. Table S3 . Data mined from a microarray of gene expression signatures from mouse mammary cell populations, showing differential expression of nuclear receptors and transcription factors, which RIP140 could potentially co-regulate. Centroids of gene expression for each cell subpopulation were built from the union set of top differentially expressed genes between each pair of cell subtypes. To identify differentially expressed genes, genes were first filtered according to variability and then the limma R package was used to rank them according to differential expression using B-statistics. The False Discovery Rate (FDR) was estimated using the q-value R package. In order to avoid skewing the number of centroid genes to specific cell types, top 250 up-and top 250 downregulated genes were selected in each celltype comparison. All of these passed FDR corrected P-values <0.05. Data taken from Shehata et al. (Shehata et al., 2012) . 
